. Linkage disequilibrium (LD) at the CDKN2A locus. Minimal correlation was observed (r 2 =0.0007) in Hapmap CEU individuals between B-ALL risk variants rs3731249 and the rs3731217 (highlighted in red).
. Principal components analysis (PCA) in the discovery GWAS series. Principal components (PCs) were determined using EIGENSTRAT with genome-wide SNP genotype of both B-ALL cases and controls in the discovery GWAS series. Similar population structure in cases vs. controls is confirmed by the overlapping distribution of PC1 and PC2 of these two groups (N=1,773 and 10,448, respectively). Supplementary Figure 2a .
Abbreviations: Chr, chromosome; RAF, risk allele frequency; OR, odds ratio; CI, confidence interval * Chromosomal locations are based on hg19; † Bold denotes the allele that had a significantly higher frequency in children with B-ALL than in the non-ALL controls (i.e., risk allele for B-ALL); ‡ OR, odds ratio represents the increase in the risk of developing B-ALL for each copy of the risk allele compared with subjects who do not carry the risk allele; P values and ORs were estimated by the logistic regression test. Table 1. B-ALL susceptibility variants at the ARID5B and IKZF1 loci 
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Supplementary Table 2. Conditional analyses of independent associations at the CDKN2A locus
Abbreviations: Chr, chromosome; OR, odds ratio; CI, confidence interval * Chromosomal locations are based on hg19; † P value was estimated by comparing 1,773 children with B-ALL and 9,590 unrelated non-ALL control from the ARIC cohort ; ‡ OR, odds ratio represents the increase in the risk of developing B-ALL for each copy of the risk allele compared with subjects who do not carry the risk allele; § rs3731217 was the intronic variant in CDKN2A previously associated with B-ALL susceptibility (Nat Genet. 2010 Jun; 42[6] :492-4); P values and ORs were estimated by the logistic regression test. 
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